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D Entry name |organism name oglcnacscore joglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus jmitochndrio
Q2M2I8 IAAK1_HUMAN Homo IAP2- 32.176847 T354;T359;T360;T362;S363;T441;T |S14;T234;5235;T354;T389;T441;T6 |35132862;40307207;29351928;409 [MKKFFDSRREQGGSGLGSGSSGGG |True True 4.794 [3.093 |2.506
sapiens  |associated 445;5447;T448;T507;5519;S650;S6 (06;S618;T620;5623;S624;S637;S65 [14422;30620550;39531497;386659 |GSTSGLGSGYIGRVFGIGRQQVTVDE
protein 52 0;,T653;T687;5S731;5S846;S937;S938 [16;36731797;41350704;35254053;2 [VLAEGGFAIVFLVRTSNGMKCALKR
kinase 1 2564745;37340703;28657654;3401 |MFVNNEHDLQVCKREIQIMRDLSG

9948

HKNIVGYIDSSINNVSSGDVWEVLIL
MDFCRGGQVVNLMNQRLQTGFTE
NEVLQIFCDTCEAVARLHQCKTPITH
RDLKVENILLHDRGHYVLCDFGSAT
NKFQNPQTEGVNAVEDEIKKYTTLS
YRAPEMVNLYSGKIITTKADIWALGC
LLYKLCYFTLPFGESQVAICDGNFTI
PDNSRYSQDMHCLIRYMLEPDPDK
RPDIYQVSYFSFKLLKKECPIPNVQN
SPIPAKLPEPVKASEAAAKKTQPKAR
LTDPIPTTETSIAPRQRPKAGQTQPN
PGILPIQPALTPRKRATVQPPPQAAG
SSNQPGLLASVPQPKPQAPPSQPLP
QTQAKQPQAPPTPQQTPSTQAQGLP
AQAQATPQHQQQLFLKQQQQQQQP
PPAQQQPAGTFYQQQQAQTQQFQA
VHPATQKPAIAQFPVVSQGGSQQQL
MQNFYQQQQQQQQQQQQQQLATA
LHQQQLMTQQAALQQKPTMAAGQQ
PQPQPAAAPQPAPAQEPAIQAPVRQ
QPKVQTTPPPAVQGQKVGSLTPPSSP
KTQRAGHRRILSDVTHSAVFGVPAS
KSTQLLQAAAAEASLNKSKSATTTPS
GSPRTSQQNVYNPSEGSTWNPFDD
DNFSKLTAEELLNKDFAKLGEGKHP
EKLGGSAESLIPGFQSTQGDAFATTS
FSAGTAEKRKGGQTVDSGLPLLSVS
DPFIPLQVPDAPEKLIEGLKSPDTSLL
LPDLLPMTDPFGSTSDAVIEKADVAV
ESLIPGLEPPVPQRLPSQTESVTSNR
TDSLTGEDSLLDCSLLSNPTTDLLEE
FAPTAISAPVHKAAEDSNLISGFDVP
EGSDKVAEDEFDPIPVLITKNPQGGH
SRNSSGSSESSLPNLARSLLLVDQLI
DL




